Structure description
Picolinic acid (PA) is a naturally occurring product of the degradation of tryptophan which is known to up-regulate host immune responses, especially macrophage cell functions (Shanshan et al., 2006) . The antimicrobial activity of PA against several strains of microorganisms has been reported (Maria et al., 2008) . In addition, PA and its derivatives have other biological activities, such as their use as dietary supplements (Komorowski et al., 2008) and anti-oxidants (Kırkıl et al., 2008) , and they are metabolites of fungi (Dowd, 1999) . Picolinic acid hydrazones have been found to possess significant antifungal activity against a wide range of soil borne pathogens (Aditi & Supradi, 2014) . As a continuation of our efforts on the synthesis of biologically active compounds containing hydrazones, we report herein the crystal structure of N 0 -[(1E)-2,5-dimethoxybenzylidene]pyridine-2-carbohydrazide.
In the title compound ( Fig. 1) , the dihedral angle between the pyridyl and benzene rings is 58.34 (6) . In the crystal, N2-H2Á Á ÁO3 hydrogen bonds, assisted by C9-data reports H9Á Á ÁO3 hydrogen bonds, form chains extending along the c axis (Table 1 and Fig. 2 ). The chains are connected into layers parallel to [100] by offsetstacking interactions between inversion-related benzene rings [centroid-centroid = 3.7468 (7) Å ; interplanar spacing = 3.3311 (5) Å ] and by C4-H4Á Á ÁCg1 interactions (Cg1 is the centroid of the N3/C11-C15 pyridine ring.; Table 1 and Fig. 2 ). The pyridine rings protrude from the surfaces of the layers and partially intercalate with those of adjacent layers.
Synthesis and crystallization
The title compound was synthesized according to our previously reported procedure (Mohamed et al., 2013) .
Refinement
Crystal data, data collection and structure refinement details are summarized in Table 2 . Table 1 Hydrogen-bond geometry (Å , ).
Cg1 is the centroid of the N3/C11-C15 pyridine ring. Symmetry codes: (i) x; Ày þ 1 2 ; z À 1 2 ; (ii) Àx þ 1; y þ 1 2 ; Àz þ 1 2 .
Figure 2
A view in projection along the a axis of the unit-cell contents, showing their association through offsetstacking (orange dashed lines) and C-HÁ Á Á(ring) interactions (green dashed lines). The N-NÁ Á ÁO and C-HÁ Á ÁO hydrogen bonds are shown, respectively, as blue and black dashed lines. Computer programs: APEX3 and SAINT (Bruker, 2016) , SHELXT (Sheldrick, 2015a), SHELXL2016 (Sheldrick, 2015b), DIAMOND (Brandenburg & Putz, 2012) and SHELXTL (Sheldrick, 2008) .
Figure 1
The title molecule of the title compound, with the atom-labelling scheme and 50% probability displacement ellipsoids.
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Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes.
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Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) 0.0331 (7) 0.0223 (6) 0.0299 (7) −0.0013 (5) 0.0109 (6) 0.0055 (5) C8 0.0352 (7) 0.0276 (7) 0.0435 (8) −0.0068 (5) 0.0219 (7) −0.0019 (5) 
